
Supplemental Table 1: Characteristics of the screened predicted MHC class II neoantigens.  Sequences of mutant peptides identified in T3 
sarcomas used in the screening experiments. The mutant amino acid in each peptide is indicated in red. Expression was estimated by mutant 
fragments per kilobase of transcript per million mapped reads (FPKM). Predicted peptide binding affinity was calculated using 1) hmMHC and 2) 
netMHCII and netMHCIIpan (IEDB).  


